Moraxella catarrhalis, formerly Branhamella catarrhalis, is now recognized as a pathogen causing sinusitis (11) , laryngitis (21) , bronchopulmonary infections (12, 22) , septicemia (7, 13) , and endocarditis (15) , especially in the immunocompromised host. M. catarrhalis is also well known as one of the three most common etiological agents in acute otitis media (5, 11, 17) . Nosocomial outbreaks of M. catarrhalis infections have been reported (14) .
Several different epidemiological typing methods have been used to characterize strains of M. catarrhalis. These include phenotypic characterization (32) , electrophoretic mobility of esterases (30) , sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) of outer-membrane proteins (3), SDS-PAGE of whole-cell proteins (25) , plasmid profile analysis (8, 27) , isoelectric focusing of P-lactamase enzymes (26) , bacteriocin typing (1), and serotyping (33) . These methods are of limited utility because of their inability to satisfactorily discriminate strains and/or because of their technical difficulty. Restriction enzyme analysis (REA) has been used for the epidemiological typing of many bacterial and fungal species (6, 10, 31) , including M. catarrhalis (9, 28, 29) . The usefulness of REA is limited by interpretive difficulties because the restriction fragment pattern may comprise more than 50 DNA bands, many of which are poorly resolved. It is therefore difficult to identify minor but possibly significant differences in complex patterns of closely related strains, especially when several strains are being analyzed. In this paper, we describe a typing system for M. catarrhalis which uses DNA probes, compare it with REA, and evaluate its usefulness for typing both epidemiologically related and unrelated strains.
(This work was presented in part at the 91st General (Fig.  1C) . Hybridization of the same blots with probe 2 resulted in five additional patterns designated 1 through 5 (Fig. 1D) . (16) found that 450 strains of methicillin-resistant Staphylococcus aureus could be differentiated by using two chromosomal probes. Mycobacterium tuberculosis has also been successfully typed on the basis of DNA polymorphisms generated by probing with an insertion element (34) . A small number of fragments can also be generated with REA when a low-frequency-cleavage restriction enzyme, for example, NotI or SmaI, is used to cut the chromosomal DNA. Enterococci, as well as many other species of bacteria, have been successfully differentiated by using this technique coupled with pulsed-field gel electrophoresis (23 
